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Comparison of Sequences near putative active site 
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k: Catalytic triad 

A: Residues important for substrate binding and specificity 
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Alignment of NES1 amino acid sequence with other serine proteases 



.MSALLILA LVGA AVAFFVDD.D 

LEXHP LLCGRTWRAA RDADGCEALG TVAVPFDO.D 

-MKICIFFT LLGT VAAFPTEDND 
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Applicants): Vimla Band 
NES-1 POLYPEPTIDES, DNA, AND RELATED MOLECULES 



1 ACCAGCGGCA GACCACAGGC AGGGCAGAGG CACCTCTCGG TCCCCTCCCT 

51 CCTTCCTATC GGCGACTCCC AGATCCTCGC CATGAGAGCT CCGCACCTCC 

101 ACCTCTCCGC CGCCTCTCGC GCCCGGGCTC TGGCGAAGCT GCXGCCGCtG 

151 CTGATGGCGC AACTCTGGGC CGCAGAGGCG GCGCTGCXCC CCCAAAACGA 

201 CACGCGCTTS GACCCCGAAG CCXATGGCGC CCCG7GCGCG CGCGGCTCCC 

251 AGCCCTGGCA GGTCTCGCTC TTCAACGGCC TCTCGTTCCA CTGCGCGGGT 

301 GTCCTGGTGG ACCAGAGTTG GGTGCTGACG GCCGCGCACT GCGGAAACAA 

351 GCCACTGTGG GCTCGAGTAG GGGATGATCA CCTGCTGCTT CTTCAGGGCG 

401 AGCAGCTCCG CCGGACGACT CGCTCTGTTG TCCATCCCAA GTACCACCAG 

451 GGCTCAGGCC CCATCCTGCC AAGGCGAACG GATGAGCACG ATCTCATGTT 

501 GCTAAAGC7G GCCAGGCCCG TAGTGCCGGG GCCCCCCGTC CGGGCCCTCC 

551 AGCTTCCCTA CCGCTGTGCT CAGCCCCGAG ACCAGTGCCA GGTTGCTGGC 

601 TGGGGCACCA CGGCCGCCCG GAGAG7GAAG TACAACAAGG GCCTGACCTG 

651 CTCCAGCATC ACTATCCTGA GCCCTAAAGA GTGTGAGGTC TTCTACCCTG 

701 GCGTGGTCAC CAACAACATG AXATGTGCTG GACTGGACCG GGGCCAGGAC 

751 CCTTGCCAGA GTGACTCTGG AGGCCCCCTG GTCTGTGACG AGACCCTCCA 

801 AGGCATCCTC TCGTGGGGTG TTTACCCCTG TGGCTCTGCC CAGCATCCAG 

851 CTGTCTACAC CCAGATCTGC AAATACATGT CCTGGATCAA TAAAGTCATA 

901 CGCTCCAACT GATCCAGATG CTACGCTCCA GCTGATCCAG ATGTTATGCT 

951 CCTGCTGATC CAGATGCCCA GAGGCTCCAT CGTCCATCCT CTTCCTCCCC 

1001 AGTCGGCTGA ACTCTCCCCT TGTCTGCACT GTTCAAACCT CTGCCGCCCT 

1051 CCACACCTCT AAACATCTCC CCTCTCACCT CATTCCCCCA CCTATCCCCA 

1101 TTCTCTGCCT GTACTGAAGC- TGAAATGCAG GAAGTGGTGG CAAAGGTTTA 

1151 TTCCAGAGAA GCCAGGAAGC CGGTCATCAC CCAGCCTCTG AGAGCAGTTA 

1201 CTGGGGTCAC CCAACCTGAC TTCCTCTGCC ACTCCCCGCT GTGTGACTTT 

1251 GGGCAAGCCA AGTGCCCXCT CTGAACCTCA GTTTCCTCAT CTGCAAAATG 

1301 GGAACAATGA CGTGCCTACC TCITAGACAT GTTGTGAGGA GACTATGATA 

1351 TAACATGTGT AXGTAAATCT TCATGTGATT GTCATGTAAG GCTTAACACA 

1401 GTGGGTGGTG AGTTCTGACT AAAGGTTACC TGTTGTCGTG AAAAAAAAAA 

1451 aaaa (SEQlDNO:2) 
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